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Introduction
under the accessions QTTC00000000 and QTTD00000000. Ten ST11-KL105 K. pneumoniae 147 genomes and thirty DHA-1-producing K. pneumoniae genomes available on GenBank 148 database (https://www.ncbi.nlm.nih.gov/genbank/) as of July 2018 were included for 149 comparison ( Supplementary Table S2 and Table S3 ). The bla qAmpC genes were detected in 2.6% of the isolates (n=32/1246), corresponding to 16 E. 168 coli, 13 K. pneumoniae, 2 K. oxytoca and 1 P. mirabilis, in most cases obtained from urine 169 (44%) or sputum (20%) samples ( Table 1 ). The remaining presumptive qAmpC producers The occurrence of qAmpC-producing Enterobacteriaceae was lower than that reported 175 previously in a smaller sample (7.4%; 50/675 in 2002-2008) 
Co-carriage of qAmpC and other antibiotic resistance genes 205
The majority of DHA-1 producers co-expressed OXA-1 (82%), while CMY-2 producers co-206 expressed occasionally CTX-M-1 or CTX-M-15 (14%) ( Table 1) representative IncR plasmids, namely: pKPS30 (NC_023314), pCNR3 (LT994834), and 289 pCNR95 (LT994839) isolated from ST11-K. pneumoniae strains in France, and pYDC676 290 (KT225462) isolated from a ST37-K. pneumoniae in the USA showed a high identity of 291 plasmid backbones (repB, resD, parAB, umuCD, retA, vagDC genes) (Figure 1) [27] . 292 Moreover, the ca. 22 kb multidrug resistance region (MRR), comprising the bla DHA-1 gene, 293 was highly similar in all plasmids except pYDC676 (that seems to have lost a part of it), and 294 identical to that previously described in pKPS30 (NC_023314), the first complete plasmid- (Table S1 ). 7 b bla qAmpC location was not determined because of DNA self-degradation, no plasmids were observed in the S1-/I-CeuI-PFGE gel, or 8 the plasmids present did not hybridize with the qAmpC gene. 9 C bla CMY-2 located on the chromosome. 
